.
2 causes: one is the large variation in θ estimates through the MCMC inference ( fig. 1 ), and the other is variation in N under non-neutral evolution in some parts of the genomes. Supplementary Fig. S3 .
The maximum likelihood surface contour plot based on a set of simulated sequences out of 20 sets. The horizontal axis exhibits the estimated value of θ HC , and the vertical axis exhibits the estimated value of 2τ HC . The innermost line shows 10% likelihood contour (L max -ln10), while the second, third and fourth lines shows L max -50, L max -100, and L max -200, respectively, where L max represents the maximum log likelihood. Table S1 . Estimated parameters in different evolutionary models and different sequence collections.
The uniform model assuming a uniform mutation rate, (iii): assuming heterogeneity of mutation rates across lineages and chromosomes (see 
